Figs. S1 to S8 References for SI reference citations
. Bulk methylation levels of soybean and Arabidopsis DMVs. Average bulk methylation levels were calculated as described previously (see Materials and Methods) (1) . (Fig. 3C) , and the genome browser view (E) of its DMV region. The bulk methylation level of this DMV was < 0.01%. Seed images are not drawn to scale. g and glob, globular stage; c and cot, cotyledon stage; h, heart stage; em, early-maturation stage; mm, mid-maturation stage; lm, late-maturation stage; pd1, early predormancy stage; pd2, late pre-dormancy stage; sdlg, seedling; COTL, cotyledon; SC, seed coat; AB, abaxial; AD, adaxial; PY, parenchyma; PA, palisade; TE, transposable element. Scale from -1 (green) to +1 (red) represents the relative number of standard deviations from the mean normalized RNA count for each DMV gene across all developmental stages.
Fig. S4
. Box plots of RNA-Seq counts for DMV genes and all genes in the soybean genome marked with H3K4me3, H3K27me3, and bivalent marks during seed development. RNA levels for genes with bivalent and H3K27me3 marks differed significantly from the RNA levels of H3K4me3 marked genes (t-test, P < 0.001). S6 . Biological process GO terms related to development that are enriched in seed DMV genes shared between Arabidopsis and soybean. Arabidopsis gene ID numbers were obtained for DMV genes shared between soybean and Arabidopsis. GO enrichment analysis with a cutoff FDR value < 0.05 was carried out as described for Arabidopsis genes in Materials and Methods.
Fig. S7.
Expression profiles of Arabidopsis DMV genes at different stages of seed development.
Hierarchical clustering of Arabidopsis DMV mRNAs (A) and DMV transcription factor mRNAs (TFs) (B) during seed development using dChip and our previously published Arabidopsis whole seed mRNA GeneChip data (4). Only 6,682 of the 8,710 Arabidopsis DMV genes (Table 1) are represented on the ATH1 22k GeneChip used to obtain these expression profiles (4). The number of DMV genes represented in stage-specific RNA clusters is listed on the right side of each figure. Seed images are not drawn to scale. Scale from -2 (green) to +2 (red) represents the relative number of standard deviations from the mean RNA signal intensity for each DMV gene across all developmental stages. 
